1 GAATTCCAGGCTGCTAGGAAGTGAAAAGTGAACCTGGACCCAGCTCAGCGGCAGCAGCAG 



60 



61 CGGCAGCAGGCAGCAGCCTCTATCCTCTCCTCCAGCCACATGGGCCCCCGGATGGCGCTT 120 

Me tGlyProArgMe t AlaLeu 

121 CCCCGCGTGCTCCTGCTCCTGTTCTTGCACCTGTTGCTGCTAGGATGCCGTTCCCATCCA 180 
ProArgValL«uL«uL«uL«uPheL«uHlsL«uL«uLeuL«uGlyCy9ArffSerBisPro 
eProAlaCysS«rCyaSerCysS«rCysThrCysCysCysEndAspAlaValProIleHi 
erProArgAlaProAlaProValLeuAlaProValAlaAlaArgMetProPheProSerT 

181 CTGGGTGGCGCTGGCCTGGCCTCAGAACTGCCAGGGATACAGGTGAGCCCTGATGAACTG 240 
LeuGlyGlyAlaGlyLeuAlaSerGluLeuProGlyXleGlnValSerProAspGluLeu 
sTrpValAlaLeuAlaTrpProGlnAsnCysGlnGlyTyrArfifEndAlaLeuMetAsnCy 
hrGlyTrpArgTrpProGlyLeuArgThrAlaArgAspThrGlyGluProEndEndThrA 



241 CTTAGACTTGGTTGGCTGGGAGGGCGCGGACAGCAGCAACTAACGGGTCCCCACCTACTG 300 
LeuArgLeuGlyTrpLeuGlyGlyArgGlyGlnGlnGlnLeuThrGlyProHlaLeuLeu 
sLeuAspLeuValGlyTrpGluGlyAlaAspSerS«rAsnEndArgfValProThrTyrCy 
laEndThrTrpLeuAlaGlyArgAlaArgThrAlaAlaThrAsnGlySerProProThrV 

301 TTCCAAGAGGGCTCTAACCTCCTTTGGGAACTAGTGATAAGGGGTTTAGAAGGCAGCCAG 360 
PheGlnGluGlySerAsnLeuLeuTrpGluLeuVallleArgGlyLeuGluGlySerGIn 
sSerLysArgAlaLeuThrSerPheGlyAsnEndEndEndGlyValEndLysAlaAlaAr 
alProArgGlyLeuEndProProLeuGlyThrSerAspLysGlyPheArgArgGlnProG 



361 GCTGGGGGTGAGGACCCGCTCCCAAGGCAGTTGGTTCGCTTCAGCACCATCAAGAGTGAT 420 
AlaGlyGlyGluAspProL«uProArgGlnLeuValArgPhcS«rThrIl«LysSerAsp 
gLeuGlyValArgThrArgSerGlnGlySerTrpPheAlaS«rAlaProS«rArgValMe 
lyTrpGlyEndGlyProAlaProLysAlaValGlySerLeuGlnHisHlsGlnGluEndT 

421 GGGTCCAGGTGCGAGTTCCTGAGGCTCGGGCTCCCCCACCCATCCCAGGAGCTGCTGGAC 480 
GlySerArgCysGluPheLeuArgLeuGlyL«uProHisProSerGlnGluL«uL«uAsp 
tGlyProGlyAlaSerSerEndGlySerGlyS«rProThrHisProArgSerCysTrpTh 
rpValGlnValArgValProGluAlaArgAlaProProProIleProGIyAlaAlaGlyP 

481 CGCCTGCGAGACAGGGTCTCCGAGCTGCAGGCaACGGGACG<^ACCTGGAGCCCCTCCGGC 540 
ArgLeuArgAspArgValSerGluLeuGlnAlairhrGlyArgThrTrpSerProSerGly 
cAlaCysGluThrGIySerProSerCysArgArgArgAspGlyProGlyAlaProProAl 
roProAlaArgGlnGlyLeuArgAlaAlaGlyAsDGlylhi'AspLeuGluProLeuArgG 

541 AGGACCGTGGCCTCACAGAAGCCTGGGAGGCGAGGGAAGCAGCCCCCACGGGGGTTCTTG 600 
ArgThrValAlaSerGlnLysProGIyArgArgGlyLysGlnProProArgGlyPheL«u 
aGlyProTrpProHisArgSerLeuGlyGlyGluGlySerSerProHisGlyGlySerTr 
InAspArgGlyLeuThrGluAlaTrpGluAlaArgGluAlaAlaProThrGlyValLeuG 



FIGURE i 



601 GGCCCCGCAGTAGCATCTTCCAAGTCCTCCGGGGAATACGCAGCCCCAAGACGATGCGTG 660 
GlyProAlaValAlaSerSerLysSerSer 
pAlaProGlnEndHisLeuProSerProPro 

lyProArgSerSerllePheGlnValLeuArgGlylleArgSerProLysThrMetAr^A 

661 ACTCTGGCTGCTTTGGGCGGAGGCTGGACCGGATCGGCTCCCTCAGCGGCCTGGGCTGCA 720 
spSerGlyCyaPheGlyArgArg L euAa p ArglleG lySTL^u Ser GlyLguGlyCvs A 

721 ATGGTGAGCACCCACCCCATTCCCACTGCACGCCCCGGTTAGCATCACTTCTGGGTTTGA 780 
snV 

781 TGTCTCTGGGACCAAACTCCGAGAAAAGGACACCTGGATATCACTCTTTCTTGTTGCCAG 840 

841 TCCTCAAGGCCAAGGAGCGCCTTCCTGGAAAAATTAAATTTGGACAGCATTCACTAGCAT 90O 

901 GACTATGAGTCCCCACCCACCTTCTCGCCACCCCCTGCCTCTCTCACCCAAGGCGGCAGA 960 

961 ATTACTTTAGGATGTAAATTCTGTCATTGCCTGGCTGCCGCTCCTGGGAGCAAAAAGAGA 1020 

1021 ACTAAACCTCTTCCCCCTGGTTTCCCCTCAACTGTCTGTGGCTGCAAAGGCAGAGGGCAG 1080 

1081 GATCACCAGGGTGATG AC AAGTCCCAGCTTACAAGGAGG AAACTCAGGTCCAGAGAG ATG 1140 

1141 GATTATCCCAAAGCCCCAAACATCCAGTTCTGCTGAAGAAGGCGGGTGGCAGGGGTGGCA 1200 

1201 CGTGGTGGGGGGAAGCCCAGGTCCTGCCTGCCTCTCACCCTAATGTCATCCTCACCCTCT 1260 

1261 CTCTCCCCCCCACAGTGCTCAGGAGGTACTGAGAAGTCCTGGCTGACAACCTCTGTGTCC 1320 

alLcuArgArgTyr* ** 

1321 GCTTCTCCAACGCCCCTCCCCTGCTCCCCTTCAAAGCAACTCCTGTTTTTATTTATGTAT 1380 
1381 TTATTTATTTATTTATTTGGTGGTTGTATATAAGACGGTTCTTATTTGTGAGCACATTTT 1440 
1441 TTCCATGGTGAAATAAAGTCAACATTAGAGCTCTGTCTTTTGAAAAAAAAAAAAAAAGGA 1500 
1501 ATTC 1504 

FIGURE 1 (Cont) 



i 



Fig. 2: BNP Screening Oligos 



5 ' -TCCAGCTGCTTCGGGGGCAGGATGGACAGGATTGGAGCCCAGAGCGGACTGGGCTGTAAC-3 ' 
SerSerCysPheGlyG LyArgMeCAspAcgl leGlyAlaGlnSerGlyLeuGlyCysAsn-3' 
(2) (21) 
SerGlyCysPheGlyArgArgLeuAspArglleGlySerLeuSerGlyLeuGlyCysAsn 

5 ' -ACNGGNTGCTTGGGNCGNCGNCTNGACCGNATNGGNTCNCTNTCNGGNCTNGGNTGCAAC-3' 
TG T A A A T TA AG T AG T T T 

3' -AGGCCGACGAAGCCCGCGTCCGACCTGTCCTAACCTAGGGACTCGCCTGACCCGACATTG-5' 3351 (minimal) 

3 ' -TCGCCGACGAAGCCGTCTTCTGAGCTGTCTTAGCCGTCGGAGTCGCCGGAGCCGACGTTG-5' 3352 (G/T pre£) 

3 ' - AGGTCG ACG AAGCCCCCGTCCTACCTGTCCT AACCTCGGGTCTCGCCTG ACCCG ACATTG- 5 ' 3376 ( AN P ) 



human ANP 
human ANP 

pig BNP 
Pig BNP 



FIGURE 2 



Figr. 2: hn BNP cDNA (10-13-88) 
1 GAATTCCAGGCTGCTAGGAACTGAAAAGTGAACCTGGACCCAGCTCAGCGGCAGCAGCAGCGGC^^ 70 

71 CAGCAGCCTCTATCCTCTCCTCCAGCCACATGGGCCCCCGGATGGCGCTTCCCCGCGTGCTCCTGCT^ 140 

^etGly ProArgMetAlaLeuProArgValLeuLeuLeuLe 

1 A 1 GTTCTTGCACCTGTTGCTGCTAGGATGCCGTTCCCATCCACTGGGTGGCGCTGGCCTGGCCTCAGAACT^ 210 
uPheLeuHlsLeuLeuL€uL«uGlyCysArgSerHlsProL«uGlyGlyAlaGlyL€uAlaSerGluL«u 

. -1 +1 . . .10 

211 CCAGGGATACAGGTGAGCCCTGATGAACTGCrrTAGACTTGGTTGGCTGGGAGGGCGCGGACAGCAGCAAC 2 SO 
ProGlylleGln 

281 TAACGGGTCCCCACCTACTGTTCCAAGAGGGCTCTAACCTCCTTTGGGAACTAGTGATAAGGGGTTAGAA 350 

351 GGCAGCCAGGCTGGGGGTGAGGACCCCGCTCCCAAGGCAOTGGTTCGCTTCAGCACCATCAAGAGTGAT 420 

421 GGGTCCAGGTGCGAGTTCCTGAGGCTCGGGCTCCCCCACCCATCCCAGGAGCTGCTGGACC^ 490 

GluLeuLeuAspArgL«uArgA 
20. 

491 ACAGGGTCTCCGAGCTGCAGGCGGAGCGGACGGACCTGGAGCCCCTCCGGCAGGACCGTGGCCTCACAGA 560 
spArgValSerGluLeuGlnAlaGluArgThrAspLeuGluProLeuArgGlnAspArgGlyLeuThrGl 
30. . .40. 

561 AGCCTGGGAGGCGAGGGAAGCAGCCCCCACGGGGGTTCTTGGGCCCCGCAGTAGCATCTTCCAAGTCCTC 630 
uAlaTrpGluAlaArgGluAlaAlaProThrGlyValLeuGlyProArgSerSerllePheGlnValLeu 
50, . . 60- -tf . . 70. 

631 CGGGGAATACGCAGCCCCAAGACGATGCGTGACTCTGGCTGCTTTGGGCGGAGGCTGGACCGGATCGGCT 700 
ArgGly I leArgSerProLysThrMe tArgAspS«rGlyCysPheGlyArgArgLeiiAspArrfleGlyS 
• 80. t2 . , 90- 

701 CCCTCAGCGGCCTGGGCTGCAATGGTG AGCACCCACCCCCATTCCCACTGCACGCCCCGGTTAGCATCAC 770 
erLeuSerGlyLeuGlyCysAsnV 

. 100 .... , 

771 TTCTGGGTTTGATGTCTCTGGGGACCAAACTCCGAGAAAAGGACACCTGGATATCACTCTTTCTTGTTGC 840 

841 CAGTCCTCAAGGCCAAGGAGCGCCTTCCTGGAAAAATTAAATTTGGACAGCATTCACTAGCATGACTATG 910 

911 AGTCCCCACCCACCTTCTCGCCACCCCCrGCCrrCTCTCACCCAAGGCGGCAGAATTACTrrA^^ 980 

981 ATTCTGTCATTGCCTGGCTGCCGCTCCTGGGAGCAAAAAGAGAACTAAACCTCTTCCCCCT 1050 

1051 TCAACTGTCTGTGGCTGCAAAGGCAGAGGGCAGGATCACCAGGGTGATGACAAGTCCCAGCTTACAAGGA 1120 

1121 GGAAACTCAGGTCCAGAGAGATGGATTATCCCAAAGCCCCAAACATCCAmCTGCTGAAG AAGGCGGGT 1190 

1191 GGCAGGGGTGGCACGTGGTGGGGGGAAGCCCAGGTCCTGCCTGCCTCTCACCCTAATGTCATCCTCACCC 1260 

1261 TCTCTCrcCCCCCCACAGTGCTCAGGAGGTACTGAGAAGTCCTGGCTGACAACCTCTGTGTCCGCTTCTC 1330 

alLeuArgArgTyr*** 

106 .... 

1331 CAACGCCCCrrCCCCTGCrCCCCTTCAAAGCAACTCCrGTTTTTATTTATGTATTTATTTAT^ 1400 

1401 TGGTGGTTGTATATAAGACGGTTCTTATTTGTG AGCACATTTTTTCCATGGTGAAATAAAGTC 14 70 

1471 GAGCTCTGTCTTTTGAAAAAXAAAAAAAAAGGAATTC 1507 



Mature Pig BNP cDNA (10-13-88) 

1 GAATTCCAGGCTGCTAGGAAGTGAAAAGTGAACCTGGACCCAGCTCAGCGGCAGCAGCAGCGGCAGCAGG 70 

7 1 CAGCAGCCTCTATCCTCTCCTCCAGCCACATGGGCCCCCGGATGGCGCTTCCCCGCGTGCTCCTGCTCCT 140 

MetGlyProArgMetAlaLeuProArgValLeuLeuLeuLe 

1 A 1 GTTCTTGCACCTGTTGCTGCTAGGATGCCGTTCCCATCCACTGGGTGGCGCTGGCCTGGCCTCAGAACTG 210 
uPheLeuHlsLeuI.euL.eiiL.euGlyCysArgScr HisProLeuGlyGlyAlaGlyLeuAlaSerGluLeu 
. 4-1 - 

211 CCAGGGATACAGGAGCTGCTGGACCGCCTGCGAGACAGGGTCTCCGAGCTGCAGGCGGAGCGGACGGACC 280 
ProGlylleGlnGluLeuLeuAspArgLeuArgAspArgValSerGluLeuGlnAlaGluArgThrAspL 

281 TGGAGCCCCTCCGGCAGGACCGTGGCCTCACAGAAGCCTGGGAGGCGAGGGAAGCAGCCCCCACGGGGGT 350 
euGluProLeuArgGlnAspArgGlyLauThrGlxiAlaTrpGluAlaArgGluAlaAlaProThrGlyVa 

351 TCTTGGGCCCCGCAGTAGCATCTTCCAAGTCCTCCGGGGAATACGCAGCCCCAAGACGATGCGTGACTCT 420 
ILeuGlyProArg SerSe rllePheGlnValLeuArgGlylleArgSerProLysThrMctArgAspSer 

421 GGCTGCTTTGGGCGGAGGCTGGACCGGATCGGCTCCCTCAGCGGCCTGGGCTGCAATGTGCTCAGGAGGT 490 
G ly Cy s PheG lyArgArgLeuAs pArgI leGlyS«rLeuS« rGly LeuGlyCy sAsnValLeuArgAr gT 

491 ACTGAGAAGTCCTGGCTGACAACCTCTGTGTCCGCTTCTCCAACGCCCCTCCCCTGCTCCCCTTCAAAGC 560 

y I^*** 

561 AACTCCTGTTTTTATTTATGTATTTATTTATTTATTTATTTGGTGGTTGTATATAAG ACGGTTCTTATTT 6 30 
631 GTGAGCACATTTTTTCCATGGTGAAATAAAGTCAACATTAGAGCTCTGTCTTTTGAAAAAAAAAAAAAAA 700 

701 GGAATTC 707 



Dog BNP Gene 12-12-88 



1 


CGATCAGGGATGTTGGGGCGGAGGAAACGGAGGGAAGGAGGGAGCGGAGGAGGCCCGAGGACTGTTGGTG 


70 


71 


TCCCCCTCCTGCCCTTTTGGGGCCAGGCCCACTTCTATACAAGGCCTGCTCTCCAGCCTCCACCCCGGCG 


140 


141 


GGTATGGTGCAGGCX3CGGAGG<MCGCATTCCCCCGCCCTGAGCTCAGCGGCCGGAATGCGGCCGATAAAT 




211 


CAGAGATAACCCCAGGCGCGGGATAAGGGATAAAAAGCCCCCGTTGCCGCGGGATCCAGGAGAnrArrrr; 




281 


CGCCCCAAGCGGTGACACTCGACCCCXSGTCGCAGCGCAGCAGCTCAGCAGCCXXSACGTCTC"!^^^ 


350 


351 


TTC"rC"rCCAGCGACATGGAGCCCTGCGCAGCGCTGCCCCGGGCCCTCCTGCTCCTCC"rG"ITC"rrGCACCT 
MetGluProCysAlaAlaLeuProArgAlaLeuLeuLeuLeuLeuPheLeuHisLe 


420 


421 


GTCGCCACTCGGAGGCCGCCCCCACCCGCTGGGOSGCaxrAGCCCCGCCTCGGAAGC 
uSerProLeuGlyGlyArgProHisProLeuGlyGlyArgSerProAlaSerGluAlaSerGluAlaSer 


490 


491 


GAAGCCTCGGGGTTGTGGGCCXTrGCAGGTGAGCXMrrCAGCCTGCCTGAAGGCCGCGGCGGGTGGCAGCAG 


560 


561 


GTCACGGGGGCTTAGCCACTGTCCCAAGTCCTCAGTCTCCCTTGGGAATTAGTGATAAGGGAATCAGAAA 


630 


631 


GTGACGAGATTGGGTGCCAGGACTCCATACCCAAGGCGGCGGCTTCACTTGGGTGCAAGGGTGGTTCCGC 


700 


701 


CCCGGCGTGGGTTCCTGAGGCTCAGGCarrCCATTGCAGGAGCTGCTGGGCCGTCTGAAGGACGCAGTTT 

GluLeuLeuGlyArgLeuLysAspAlaValS 


770 


771 


CAGAGCTGCAGGCAGAGCAGTTGGCCCTGGAACCCCTGCACCGGAGCCACAGCCCCGCAGAAGCCCCGGA 
erGluLeuGlnAlaGluGlnLetiAlaLeuGluProLeuHisArgSerHisSerProAlaGluAlaProGl 


840 


841 


GGCCGGAGGAACGCCCCGTGGGGTCCTTGCACCCCATGACAGTGTCCTCCAGGCCCTGAGAAGACTACGC 
uAlaGlyGlyThrProArgGlyValLeuAlaProHisAspSerValLeuGlnAlaLeuArgArgLeviArg 


910 


911 


AGCCCCAAGATGATGCACAAGTCAGGGTGCTTTGGCCGGAGGCTGGACCGGATCGGCTCCCTCAGTGGCC 
SerProLysMecMetHisLysS«rGlyCysPheGlyArgArgLeuAspArgIleGlySerLeuSerGlyL 


980 


981 


TGGGCTGCAATGGTAAGCCGCCTCCCTGCCGCCTTGGCTCCCCCTCCCCAGCCCCCTGGGTTCGACCCTT 
euGlyCysAsnV 


1050 


1051 


GG AACCCCTTCTGGGTTTGTTGTCTCGGGGGATCACACTCTGAGGAAAGGACATCrGGA^^ 


1120 


1121 


CTTGCTGACAGTCCTAAGGGCCAAGGAGTACGl"lTC'rGGAAATACTACGTGTGGACATCGTTGTCCAGGG 


1190 


1191 


TCCCTACCCACCTCCTAGCCCCCTCCTGCCTCTCGCACCCAAAGGGCAGAATCATCTTAGGATGGAATCA 


1260 


1261 


GTCGTTGTCTGGAAGCATCTCCTTGGAGCAGAAAGAGTCCTAAACATCGTCCTCGTAGCTCTCTCTGTCT 


1330 


1331 


GTCTGTAGCCACGAAGGCAGAGGTCAGGGTCACCAGGGCAGTGATGATTCCCAGTTAACAGAGGAGGAGA 


1^00 


1401 


CTGAGGTCTAGAGAGATGGATTATTCCAAAGCCTCAAACATCCAGATCGGCTGAGGGTGGGGTTGGTGGC 


1470 


1471 


AGGGATGGCTCCTGGGCTTGGGAAGCTCGGATCCTGCCTCAGTCTCCCACCTGACGCCATCATCCCCCTC 


1540 


1541 


TCTCTCCTCCCACAGTGCTGAGAAAGTATTAAGGAGGAAGTCCCGACTGCCCACATCTGCATTGGATTCT 


1610 



k 

alLeuArgLysTyr*** 

1611 TCACXIAGCCCCTGAGCCCCTTGGAAGCAGATCTTATTTATTCGTATTTATrTATT^ 1680 
1681 TTTTATATAAGATGATCCTGACGCCCG AGCACGGATTTTCCACGCrrGAAAT AAAGTCAACCT^ 1750 
1751 CTTTTGAAACCGATTTGTCCCTGTGCATTAAAAGTAACACATCATTTAAAAAAA 1 804 



Human BNP Gene 12-12-88 

1 CCCACGGTGTCCCGAGGAGCCAGGAGGAGCACCCCGCAGGCTGAGGGCAGGTGGGAAGCAAACCCGGACG 70 

7 1 CATCGCAGCAGCAGCAGCAGCAGCAGAAGCAGCAGCAGCAGCCTCCGCAGTCCCTCeAGAGACATGG ATC 1 40 

MetAsiSP 

141 CCCAGACAGCACCTTCCCGGGCGCTCCTGCTCCTGCTCTTCrrrGCATCTGGCTTTCCTGGGAGGTCGTTC 210 
roGlnThrAlaProSerArgAlaLeuLeuLeuLeuLeuPheLeuHisLeuAlaPheLeuGlyGlyArgSe 

211 CCACCCGCTGGGCAGCCCCGGTTCAGCCTCGGACTTGGAAACGTCCGGGTTACAGGTGAGAGCGG AGGGC 280 
rHisProLeuGlySerProGlySecAlaSerAspLeuGluThrSerGlyLeuGln 

281 AGCTCAGGGGGATTGGACAGCAGCAATGAAAGGGTCCTCACCTGCTGTCCCAAGAGGCCCTCATCTTTCC 350 

351 TTTGGAATTAGTGATAAAGGAATCAGAAAATGGAGAGACTGGGTGCCCTGACCCTGTACCCAAGGCAGTC 420 

421 GGTTCACTTGGGTGCCATGAAGGGCTGGTGAGCCAGGGGTGGGTCCCTGAGGCTTGGACGCCCCCATTCA 490 

491 TTGCAGGAGCAGCGCAACCATTTGCAGGGCAAACTGTCGGAGCTGCAGGTGGAGCAGACATCCCTGGAGC 560 
GluGlnArgAsnHisLeuGlnGlyLysLeuSerGluLeuGlnValGluGlnThrSerLeuGluP 

561 CCCTCCAGGAGAGCCCCCGTCCCACAGGTGTCTGGAAGTCCCGGGAGGTAGCCACCG AGGGC ATCCGTGG 6 30 
roLeuGlnGluSerProArgProThrGlyValTrpLysSerArgGluValAlaThrGluGlylleArgGl 

631 GCACCGCAAAATGGTCCTCTACACCCTGCGGGCACCACGAAGCCCCAAGATGGTGCAAGGGTCTGGCTGC 700 
yHisArgLysHetValLeuTyrThrLeuArgAlaProArgSerProLysMetValGlnGlySerGlyCys 

701 TTTGGGAGGAAGATGGACCGGATCAGCTCCTCCAGTGGCCTGGGCTGCAAAGGTAAGCACCCCCTGCCAC 770 
PheGlyArgLysMetAspArglleSerSerSerSerGlyLeuGIyCysLysV 

771 CCCGGCCGCCTTCCCCCATTCCAGTGTGTGACACTGTTAGAGTCACTTTGGGGTTTGTTGTCTCTGGGAA 840 

841 CCACACrrCTTTGAGAAAAGGTCACCTGGACATCGCTTCCTCTTGTTAACAGCCTTCAGGGCCAAGGGGTG 910 

911 CCTTTGTGGAATTAGTAAATGTGGGCTTATTTCATTACCATGCCCACAATACCTTCTCCCCACCTCCTAC 980 

981 TTCTTATCAAAGGGGCAGAATCTCCriTGGGGGTCTGTTTATCATTTGGCAGCCCCCCAGTGGTGCAGA^ 1050 

1051 AGAGAACCiUUiCATTTCCTCCTGGTTTCCTCTAAACTGTCTATAGTCTC AAAGGCAGAGAGCAGGATCAC 1120 

1121 CAGAGCAATGATAATCCCCAATTTACAGATGAGGAAACTGAGGCTCAGAGAGTTGCATTAAGCCTCAAAC 1190 

1191 GTCTGATGACTAACAGGGTGGTGGGTGGCACACGATGAGGTAAGCTCAGCCCCTGCCTCCATCTCCCACC 1260 

1261 CTAACCATCATCACCCTCTCTCTTTCCCTGACAGTGCTGAGGCGGCATTAAGAGGAAGTCCTGGCTGCAG 1 3 30 

alLeuArgArgHis*** 

1331 ACACCTGCTTCTGATTCCACAAGGGGCrrrriCCTCAACCCTGTGGCCCTCATCTTTCCTTTGGAATTAG 1400 

1401 TGATAAAGGAATCAGAAAATGGAGAGACTGGGTGCCCTGACCCTGTACCCAAGGCAGTCGGTTCACTTGG 14 70 
1471 GTGCCATGAAGGGCCTGGTGAGCCAGGGGTTGGGTCCCTGAGGCnTTA 1519 



Pig ^^cH^oBNP 
Do« PreproBMP 
Himan PreproBMP 



10 20 
Met Gly Pro Arg Met Ala Leu Pro Arg Val Leu Leu Leu Leu Phe Leu Bis Leu Leu Leu 

Glu Cys Ala Ala Leu Ser Pro 

Asp Gin Thr Pro Ser Ala Ala Phe 

30 40 



Leu Gly Cys 




Ser 


His 


Pro 


Leu 


Gly 


Gly 




Gly 




Pro 














Gly 






tSP 








Ser 


41 
















50 


Gin Glu 


Leu 


Leu 


Asp 


Arg 


Leu 


Arg 


Asp 


Arg 


Ser 






Gly 






Lys 




Ala 


Gly 


Gin 


Arg 


Asn 


His 




Gin 


Gly 


Lys 


"^Leu 


Gin 














70 


Leu Glu 


Pro 


Leu 


Arg 


Gin 


Asp 


Arg 


Gly 


Leu 










His 


Arg 


Ser 


His 


Ser 








Gin 


Glu 


Ser 


Pro 


Arg 


Pro 



Ala 


Gly 


Leu 


Ala 


Ser 


Glu 


Leu 


Pro 


Gly 


He 


Arg 


Ser 


Pro 








Ala 


Ser 


Glu 


Ala 


Pro 




Ser 






Asp 




Glu 


Thr 


Ser 




















60 


Val 


Ser 


Glu 


Leu 


Gin 


Ala 


Glu 


Arg 


Thr 


Asp 
















Gin 


Leu 


Ala 


Leu 










Val 




Gin 




Ser 




















80 


Thr 


Glu Ala Trp Glu 


Ala 


Arg 


Glu 


Ala 


Ala 


Pro 


Ala 






Pro 






Gly 


Gly 


Thr 




Gly 


Val 




Lys 


Ser 






Val 





90 100 
Pro Thr Gly Val Leu Gly Pro Arg Ser Ser He Phe Gin Val Leu Arg Gly lie Arg Ser 

Arg Ala His Asp Val Leu Ala Arg Leu 

Thr Glu rie Arg Gly His Lys Met Val Leu Tyr Thr Ala Pro 

Tl 

110 120 
Pro Lys Thr Met Arg Asp Ser Gly Cys Phe Gly Arg Arg Leu Asp Arg He Gly Ser Leu 

Met His Lys 

Met Val Gin Gly Lys Met Sfsr Ser 

T? r2' 

130 131 

Ser Gly Leu Gly Cys Asn Val Leu Arg Arg Tyr 



